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turnover of R1 and R2, ribosomal DNA, Drosophila 
melanogaster, 129 


Rat, gene mapping, PCR-analyzed microsatellites, 701 
Recombinase, yeast site-specific, production of female 
germline chimeras, Drosophila melanogaster, 
643 
Recombination 
block of meiosis, RAD9-dependent checkpoint, 
cdc13 yeast cells, 55 
centromere-binding protein CP1, lack of, meiosis 
in yeast mutants, 43 
clr1 locus, cryptic mating-type loci, fission yeast, 
287 
COTRANS, program for cotransduction analysis, 
235 
evolution of diploidy and, 745 
genetic, bacteriophage T4, splice/patch coupling 
model, 769 
meiotic, artificial chromosomes, yeast, 541 
meiotic behavior of an inversion, Caenorhabditis 
elegans, 321 
plasmid, rad52 mutant, yeast, 261 
rearrangements, single Ty1 yeast retrotransposon, 
833 
use of yeast site-specific recombinase, production of 
female germline chimeras, Drosophila melano- 
gaster, 643 
Replication, slippage, persistence, repeated sequences, 
471 


Restricted maximum likelihood, quantitative genetic 
variation, body size of mice, 693 
Retrotransposeable elements, turnover of R1 and R2, 
ribosomal DNA, Drosophila melanogaster, 129 
Retrotransposon 
disruption of silencer domain, yeast, 519 
single Ty] yeast, rearrangements, 833 
Ribonucleotide reductase, isolation of crt mutants, 
transcription of RNR3, yeast, 851 
RNA, molecular genetics, embryologist’s microscope, 
Jean Brachet, 515 
RNA polymerase II, mutations, second-largest sub- 
unit, Drosophila melanogaster, 895 


Saccharomyces cerevisiae, 21, 31, 43, 55, 65, 261, 277, 
519, 531, 541, 551, 559, 803, 811, 821, 833, 
851 

Schizosaccharomyces pombe, 255, 287 

Selfing, theory of partially inbreeding finite popula- 
tions, 979 

Sense organ, differentiation and cut expression, wing 
scalloping mutations, Drosophila melanogaster, 
353 

Serine, threonine catabolism and, yeast, 531 

Sex, -baised lethality, single amino acid exchanges, 
Drosophila serendipity 6 zinc finger protein, 
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Sex determination 
heritable variation for sex ratio, Chelydra serpentina, 
155 
interspecific comparison of transformer gene, evo- 
lutionary divergence, Drosophila melanogaster, 
113 
Sister chromatids, somatic instability, Drosophila chro- 
mosome, 683 
Sixth Congress, 1932 International Congress of Ge- 
netics, 761 
Superoxide dismutase, expression of maize MnSod 
gene, MnSOD-deficient yeast, rescue of mutant 
yeast under oxidative stress, 803 
Suppressors, extragenic, SSA hsp genes, yeast muta- 
tions, 277 


t-complex 
distal end, molecular markers, mutations affecting 
murine development, 175 
proximal end of mouse chromosome 17, 183 
Telomere 
ribosomal DNA, site of chromosome breakage, 
aneuploid strains of Neurospora, 581 
subtelomeric Y’ repeats, structure and evolution, 
yeast, 559 
Temperature 
-sensitive cdc7 mutations of yeast, suppression by 
DBF4 gene, 21 
-sensitive mutations, Ty element, yeast, 821 
Testis, molecular analysis of zeste-white interaction, 
distant enhancer-promoter communication, 
Drosophila melanogaster, 79 
Threonine, serine catabolism and, yeast, 531 
Transposable element 
Ac and Ugq, maize, 723 
intragenic transposition of Ac, insertional mutage- 
nesis, maize P gene, 199 
P element transposition, variation for quantitative 
trait, 73 
Transposition 
Ac 
insertional mutagenesis, maize P gene, 199 
reconstitutional mutagenesis, maize P gene, 939 
P element chimera, vestigial locus, Drosophila mela- 
nogaster, 917 
Ty elements, fitness effects, yeast, 31 
Tryptophan, analog, resistance mutations, Chlamydo- 
monas reinhardtii, 593 
Turtle 
global population genetic structure, male-mediated 
gene flow, 163 
heritable variation for sex ratio, environmental sex 
determination, 155 
Ty element 
disruption of silencer domain, retrotransposon, 
yeast, 519 
fitness effects in yeast, 31 


-induced temperature-sensitive mutations, yeast, 
821 


Ultrabithorax, mutations, second-largest subunit, Dro- 
sophila melanogaster, 895 


Vacuole, acidity, gene requirement, yeast, 551 
Vision, development of visual system, genomic in- 
volvement, Drosophila melanogaster, 883 


Wright’s estimates, correcting bias, number of genes, 
quantitative character, 986 
Wyeomyia smithi, 389 
Yeast 
cdc13 cells, block of meiosis, RAD9-dependent 
checkpoint, 55 
disruption of silencer domain, retrotransposon, 519 
fission, cryptic mating-type loci, clr1 locus, 287 
fitness effects of Ty transposition, 31 
gene for normal growth, characterization of SUA5, 
791 
genes required for vacuolar acidity, 551 
meiosis in mutants, lack, centromere-binding pro- 
tein CP1, 43 
meiotic recombination, artificial chromosomes, 541 
MnSOD-deficient, expression of maize MnSod gene, 
803 
petite-negative, nuclear mutations, growth of cells 


lacking mitochondrial DNA, 255 

rad52 mutant, plasmid recombination, 261 

rearrangements, single Ty! yeast retrotransposon, 
833 

selection for early meiotic mutants, 65 

serine and threonine catabolism, 531 

site-specific recombinase, production of female 
germline chimeras, Drosophila melanogaster, 
643 

SSA hsp70 genes, extragenic suppressors of muta- 
tions, 277 

structure and evolution, subtelomeric Y’ repeats, 
559 

temperature-sensitive cdc7 mutations, suppression 
by DBF4 gene, 21 

transcription of RNR3, isolation of crt mutants, 851 

transformation with synthetic oligonucleotides, 
strand-specificity, 811 

Ty element-induced temperature-sensitive muta- 
tions, 821 


Zea mays, see Maize 
Zinc finger 


Drosophila serendipity 5, single amino acid ex- 
changes, separate domains, 905 

encoding of CyssHis finger protein, unkempt gene, 
Drosophila melanogaster, 377 
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